a b s t r a c t
Datasets provided in this article represent the Rattus norvegicus primer design and verification used in Pink1 À / À and wildtype Long Evans brain tissue. Accessible tables include relevant information, accession numbers, sequences, temperatures and product length, describing primer design specific to the transcript amplification use. Additionally, results of Sanger sequencing of qPCR reaction products (FASTA aligned sequences) are presented for genes of interest. Results and further interpretation and discussion can be found in the original research article "Atp13a2 expression in the periaqueductal gray is decreased in the Pink1 À/ À rat model of Parkinson disease" [1] . secondary structure of all primers designed through NCBI Primer Blast to avoid primer products. Non-template controls were run with each primer pair to check for formation of primer-dimers and non-specific amplification products. Experimental features Specificity for each primer pair was confirmed using melt curve analysis; all primer runs yielded single peak melt curves indicating amplification of single gene products. Furthermore, the qPCR reaction product for each gene was sequenced using Sanger sequencing with both forward and reverse primers at the University of Wisconsin Biotechnology Center to confirm that sequences match intended targets.
Data source location
Madison, Wisconsin, USA
Data accessibility Data are within this article
Value of the data Data presented here allows for experimental replication. Data can be used as a benchmark for other researchers using rat brain tissue. Primers can then be manufactured and used in alternative models of Parkinson disease and then compared to this data set. Table 1 describes the rat (Rattus norvegicus) primer information including gene name, gene abbreviation, GenBank s accession numbers, experimental primer sequences, melt temperature and product length (base pairs) for each gene (Pink1, Asyn, Th, D1, D2, Atp13a2, Gba, Cflar, Gabrb2, Gad1, Gad2) as well as reference genes (Gapdh, βactin). Table 2 describes the results of Sanger sequencing of qPCR reaction product for each amplification product from the University of Wisconsin Biotechnology Center. Confirmed results presented are FASTA sequences confirmed through NCBI Nucleotide BLAST software.
Data

Experimental design, materials and methods
Netprimer (PREMIER Biosoft, Palo Alto, CA, USA) was used to examine secondary structure of all primers designed through NCBI Primer Blast to avoid primer products ( Table 1 ). The Pink1 gene primer was used based on a previous publication [2] . Non-template controls were run with each primer pair to check for formation of primer-dimers and non-specific amplification products. Specificity for each primer pair was confirmed using melt curve analysis; all primer runs yielded single peak melt curves indicating amplification of single gene products. Furthermore, the qPCR reaction product for each gene was sequenced using Sanger sequencing with both forward and reverse primers at the University of Wisconsin Biotechnology Center (Table 2) . FASTA sequences were entered into the NCBI Nucleotide BLAST software to confirm that sequences matched intended targets. 
